a baseline for the instrument, without the use of library preparation reagents. In both cases no 2D passing reads were detected, and 3 and 2 passing 1D reads were generated respectively. In Run 1, the passing 1D reads contained only one long read, comprised of a series of A's and T's. In Run 2, passing reads were characterized by an over-representation of thymine. Run 3 generated no passing reads, and Run 4 generated 1 passing read for 1D ( Table 1) .
Conclusions: In all cases where a passing read occurred, analysis of the sequence (e.g. nucleotide abundances, or phylogenetic analysis) were clearly detectable as spurious. Thus, with proper filtering, single molecule sequencing produces little noise, and even small numbers of single molecule reads mapping to a organism can provide unambiguous detection of an organism. In previous work, we have shown cases where very low input DNA (i.e. 0.1 ng) is used, and have successfully detected reads that accurately map to the known input [5] . The noise characteristics in all instances suggest that the quality thresholds (Q>6 for 1D, Q>9 for 2D) were appropriately chosen by ONT. 
